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Figure 4A Mass spectrum of peak 10 from figure 3B 
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VNCFLVHITY LOHTHPAIPR YGSSEWOWLR 

VNAFLVLITY LOHTHPSLPH YOSSEMDWLR 

VN6FLVLITY LOHTHPSLPH YDSSEWDWLR 

VNGFLVTITY LOHTHFALPH YOSSEWOWLK 

VNGFLVLITF LOHTHPALPH YTSSEWDWLR 

VNAWLVLITY LOHTHPSLPH YDSSEWDWLR 

VNSFLVLITF LOHTHPALPH YDSSEWDWLR 







310 


LFFAH12 


301 


GALVTVDROY 


FAH12 


301 


GAHVTVOROY 


ATFAD2 


301 


GALATVORDY 


BNFAD2 


301 


GALATVORDY 


GMFAD2-1 


301 


GALATMOROY 


GMFA02-2 


301 


GALATVORDY 


2MFA02 


301 


GALATMDRDY 


RCFAD2 


301 


GALATVORDY 






360 


LFFAH12 


351 


DYYHFDGTPW 


FAH12 


351 


EYYRYDGTPF 


ATFAD2 


351 


DYYOFDGTPW 


BNFAD2 


351 


EYYOFOGTPV 


6NFA02-1 


351 


EYYOFOOTPF 


6MFAD2-2 


351 


EYYRFOETPF 


ZMFAD2 


351 


DYYHFDPTPV 



320 330 
GILNKVFHNI TDTHVAHHLF 
GVLNKVFHNI ADTHVAKHLF 
GILNKVFHNI TDTHVAHHLF 
GILNQGFHNI TDTHEAHHLF 
6ILNKVFHHI TDTHVAHHLF 
GILNKVFHNI TDTHVAHHLF 
GILNRVFHNI TDTHVAHHLF 
GILNKVFHNI TDTGVAHHLF 

370 380 
YVAMYREAKE CLYVEPDTER 
YKALWREAKE CLFVEPOEGA 
YVAMYREAKE CIYVEP0RE6 
VKAMWREAKE CIYVEPORQG 
YKALWREARE CLYVEPOEGT 
VKAMWREARE CIYVEPOQST 
AKATWREAGE CIYVEPE--- 



340 350 
ATIPHYNAME ATEAIKPILG 
ATVPHYHAME ATKAIKPIMG 
STMPHYNAME ATKAIKPILG 
STMPHYHAME ATKAIKPILG 
STMPHYHAME ATNAIKPILG 
STMPHYHAME ATKAIKPILG 
STMPHYHAME ATKAIRPRG 



390 400 

GKKGVYYYNN K-L 

PTQGVFWYRN KY- 

DKK6VYWYNN K-L 

EKKGVFWYNN KL* 

SEKGVYWYRN KY- 

ESKGVFWYNN KL- 

DRKGVFWYNK KF* 



Figure 9B 
SUBSrmJTE SHEET (RULE 26) 



wo 97/30582 



PCT/OS97/02187 



14/15 



Kb 
3.6 



8 1 



1.8- 
1.5- 



FIG. 10 



SUBSnrUTE SHEET (RUL£ 26) 



wo 97/30582 



PCT/US97/D2187 



15/15 



XhoLCIal.Hindlll.PstI.EcoRI.BamHI.XbaLSslI 




Plasmld name: pSLJ44026 
Plasmld size: 25.70 kb 
Constructed by: Jonathon Jones 
Construction date: 1992 

Comments/References: Transgenic Research 1.285-297 (1992 



Figure 11 



SUBSTITUTE SHEET (RULE 26) 



